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Introduction and objective of the research work
A proteomic approach has been undertaken to investigate chilling injury (CI) in tomato fruit (Solanum lycopersicum L. cv p73).  This physiopathy is caused by low temperatures stress 
in sensitive fruits like tomato during refrigeration and it negatively affects fruit quality.  The objective of the research work is the analysis of the proteome of chilled fruits vs non-chilled 
ones and the identification of differentially expressed proteins in fruits subjected to low temperature stress when compared with unstressed ones. The proteome of fruits conserved at a 
temperature that does not induce CI and of fruits conserved at a temperature of CI induction have been compared using the proteomic profile of fruits at harvest date as reference. The 
proteomic analysis has been performed after a reconditioning step at room temperature, when CI symptoms become evident. The physiological impact of CI on fruits has been verified 
by means of lipid peroxidation, respiration rate and ethylene production determinations.
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MASCOT 
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(matrix 
 
sciences) 
 
was   used  
 
to  search  the 
 
raw data 
 
against the databases. An 
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TAIR10 
 
protein 
 
database 
 
was 
 
performed    by 
 
blast. 
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Fruits at harvest Control Fruits Chilled Fruits
13.25 ± 0.27a 13.81 ± 0.22a 16.70 ± 0.49b
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h-1)
Different letters mean significantly different by Tukey test (P < 0.05)
Means significant 
different (pairwise 
t-test, P < 0.05)
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186 Hsp60 P08926 ‐2,11
797 IN2‐1 Q8H8U5 1,51
1278
ASR1 (LEA 
 
protein) Q08655 ‐1,87
1070 Hsp22.7 class
 
IV P19244 2,05
1214 Hsp17.4 class
 
II O82545 1,8
61 proteins were confirmed as differentially 
 
expressed proteins in response to low‐
 
temperature stress; 31 out of them could be 
 
identified by MS methodologies (PMF and 
 
TMS).  24
 
have got an expression level 
 
higher than threshold (Fold_Change
 
FC >1.2)
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